Ph -3 PI %2n À 13 2 2n n À 13n 13
while the correct form of equation (18) is
These typographical errors do not affect our results or conclusions. (2002) . 10, 71±75]. The full author list is given above. Since the acceptance of our paper, an atomic-resolution (1.16 A Ê ) structure of MoFe-protein has emerged [Einsle et al. (2002) , Science, 297, 1696±1700]. We take this opportunity to update Table 1 of the paper, demonstrating improved agreement of the three-dimensional XAFS re®nement with atomicresolution metrical information. Table 1 Constrained re®nements of the Mo K-edge EXAFS using a three-dimensional re®nement approach.
In the ®rst re®nement, distances are kept at crystallographic values and Debye±Waller (' 2 ) values are re®ned; in the second re®nement, the distances are also allowed to vary. A higher value than 0.03 A Ê 2 signi®es that the atom is incorrectly placed and that little contribution to the EXAFS signal is made. ÁR is the difference in MoÐligand distance from the crystallographic value averaged over the two independent units. The ®nal column includes information from a 1.16 A Ê structure (Einsle et al., 2002) . 
